HIV1 VIF

COMMON NAME

SUBTYPE A:
U455
IBNG
IFA86

SUBTYPE B:
SF2

LAI
HXB2R
LW123
NL43
NY5CG
MN
JRCSF
JRFL
NH52
ovI
CAM1
HAN
D31

RF

YU2
BCSG3C
IFA70
IFA19
IFAG5
P896
YU10
IFA10
3202A12
3202A21
MANC
WEAU160

SUBTYPE D:
ELI

2276

Z6

NDK

SUBTYPE O:
MVP5180
ANT70C
HYBRIDS:
AD_MAL
CPZ:
CPZGAB
CPZANT

Sequences in th&/if Alignment

LOCUS

HIVU455
HIVIBNG
HIVIFA86

HIVSF2
HIVLAI
HIVHXB2R
HIVLW123
HIVNL43
HIVNY5CG
HIVMN
HIVIRCSF
HIVIRFL
HIVNH52
HIVOYI
HIVCAM1
HIVHAN
HIVD31
HIVRF
HIVYU2
HIVBCSG3C
HIVIFA70
HIVIFA19
HIVIFAGS5
HIVP896
HIVYU10
HIVIFA10
HIV3202A12
HIV3202A21
HIVMANC
HIVWEAU160

HIVELI
HIVZ2Z6
HIVZ6
HIVNDK

HIVMVP5180
HIVANT70C

HIVMAL

SIVCPZGAB
SIVCPZANT

ACC # FIRST AUTHOR
M62320 Oram,J.D.

L39106 Howard,R.M.

230637 Wieland,U.
K02007 Sanchez-Pescador,R.

K02013 Wain-Hobson,S.

K03455 Starcich,B.

U12055 Reitz,M.

M19921 Buckler,C.E.

M38431 Theodore,T.

M17449 Gurgo,C.
M38429 Koyanagi,S.
M74978 O’Brien,W.A.

L07424 Weidt,G.

M26727 Wain-Hobson,S.

D10112 Mcintosh,A.

u43141 Sauermann,U.

U43096 Dietrich,U.

M17451 Starcich,B.R.

M93258 Li,Y.

L02317 Ghosh,S.K.
230632 Wieland,U.
Z30686 Wieland,U.
Z30630 Wieland,U.

M96155 Collman,R.
M93259 Li,Y.

230679 Wieland,U.
U34603 Guillon,C.
U34604 Guillon,C.

U23487 Zhu,T.

U21135 Ghosh,S.

K03454 Alizon,M.

M22639 Theodore,T.

K03458 Srinivasan,A.

M27323 Spire,B.

L20571 Gurtler,L.G.
L20587 Vanden Haesevelde,M.

K03456 Alizon,M.

X52154 Huet,T.

u42720 Vanden Haesevelde,M.
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Subtypes C, and E-H are not currently represented in VIF. The sequence MAL has been identified
as a likely hybrid in this region. It is presented with respect to a duplicate of the subtype

A consensus.

<- pol cds
CONSENSUS-A MENRW Q. VMIVWQVDRMrIRTWNSLVKHHMYVSKKAkGWFYRHHfEsRHpkvsSEVHIPLGd ARLVV
u4gss e Q Y----SR E..-—- 66
IBNG - C - 66
IFAB6 - C----A cmme- 66
CONSENSUS-B MEnRW?q VM|VWQVDRMRIrthsLVKHHmY|SgKAkngyrHHYESthPrlSSEVhIPIGd .arLVi 66
SF2 e -K--- 66
[ VR P s 66
HXB2R - V----R P L 66
Lwi23 - V----R P pmme- 66
NL43 . -K--- 66
NY5CG -K--- 66
MN R A K R 66
JRCSF 66
JRFL e T e 66
NH52 66
ovI 66
CAM1 66
HAN -K--- 65
D31 66
RF 66
YU2 66
BCSG3C 66
IFA70 66
IFA19 66
IFAB5 66
P896 66
YU10 66
IFA10 66
3202A12 66
3202A21 . 66
MANC S KNVK 66
WEAU160 E..GK--- 66
CONSENSUS-D MENRW Q. VMIVWQVDRMRIrTWKSLVKhHMYVSKKA’)RWFYRHHYdSpHPKISSEVHIPLGE ArLVv
ELI - N
7276 S .-M--- 66
Z6 S wm- 66
NDK - - N Y N H s 66
CONSENSUS-O MENRW Q VLIVWQ”DRQKVKAWNSLVKYHKY’7S’>K’>”NW’)YRHHYESRNP”VSS"VYIPV’)’> A??2VV
MVP5180 M-K-AA--R K---A-----AE..-DI-- 66
ANT70 - s V ————————————————— R-R-TE--W---------- R---S-----GV..-HV-- 66
CONSENSUS-A MENRW Q. VMIVWQVDRMrIRTWNSLVKHHMYVSKKAKGWFYRHHfEsRHpkvsSEVHIPLGd ARLVV
AD_MAL e He N Y e 66
CONSENSUS-CPZ M????.2.V??VWQVDRMRI??W?SLVK?HI??2?K???2?W?YRHHY??2?2?PK???E?HIP????2??KL?V
CPZGAB -ENRW.Q.-MI--------- KT-N----Y--YRS-KARG-F-----DHPN--VAS-|---FRDY.S--I- 67
CPZANT -TASV.G.-IA--------- NI-K----H--WET-VLKP-K-----ENDH--KGE-V---LPTLDK--V- 68
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HIV1 VIF

66

65

54

66

34



HIV1 VIF

CONSENSUS-A RTYWGLHTGErDWHLGhGVSIEquKRYSTQvDPDLADqLIHLhYFdCFSdSAIRkAILGeIVRPRCEYQ 136
136

U455 K L (X S Y~ Sk o -~
IBNG P Y--N 136
IFA86 Q v 136
CONSENSUS-B tTyWGLtheRdWhLGqu5|EWRkkrYstQVdPdIADqLIHInyDCFSeSAIrnallGhlvsprCEyq 136
] 7 Sy SN 7SR RN ¥ M * SN 7= St 136
LAI E DT 136
HXB2R E D---K-L 136
LW123 E S A — 132
NL43 H TR 136
NY5CG H TR 136
MN He--H-seo-D----K----R--|--F- 136
JRCSF M---TR 136
JRFL VAN 136
N 77— $x 75
ovl [SH— [cT—— [ J— P 136
CAM1 T-G-N K--V-RL 136
HAN AR N R 135
D31 Q--H G R-G-S-R 136
RF R KPS 136
YU2 K---YR 136
BCSG3C H---V 136
IFA70 E DI J— 136
IFAL9 H s R 136
7Y - — Q Tl Q-----ISS-—— 136
P896 G--R D---KS S 136
YU10 YR 136
IFAL0 F R----G H Se----R-R----- 136
3202A12 G v 136
3202A21 G v 136
MANC K Y NS ¢ B 136
WEAU160 Q H [ p— 136
CONSENSUS-D kTYWGLHTGEr’?WHLGQGVSIEWRKRRYSTQVDPGLADQLIHMYYFDCFSE”AIRKAILGhIVS‘?rCEYQ 132
ELI E D---P----- 136
7276 D A (S - 136
Z6 D A Hom- 136
NDK T KE A-S PS-—- 136
CONSENSUS-O  TTYWGLMPGER?EHLGHGVSIEW?YK?YKTQIDPETADRMIHLHYFTCFT?SA?RKAILGQRVLTKCEY? 118
MVP5180 E - E-I L 136
ANT70 D R--K A--V P 136
CONSENSUS-A RTYWGLHTGErDWHLGhGVSIEquKRYSTQvDPDLADqLIHLhYFdCFSdSAIRkAILGeNRPRCEYQ 136
AD_MAL - QK Y-crerEereQooe-H--S---D-- 136
CONSENSUS-CPZ T??W?L??GER?WHLGHGVSI?WR?G?Y?TQVDP?TAD??IH??YF?CF??2?A?R?AILG??2?2??2C2YK 76
CPZGAB TY-A-SP---A----rce--Q--L-S-V-----F---RL--SQ--D--AET-I-R—---QLVAPR-E-- 137
CPZANT VF-G-QC-+-P----ee-E--C-K-l----E---QM--QY--P--SDQ-V-Q--~ERILTY-H-- 138
II-A-44
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CONSENSUS-A
U455

IBNG

IFA86

CONSENSUS-B
SF2

LAI
HXB2R
LW123
NL43
NY5CG
MN
JRCSF
JRFL
oYl
CAM1
HAN
D31

RF

YU2
BCSG3C
IFA70
IFA19
IFAG5
P896
YU10
IFA10
3202A12
3202A21
MANC
WEAU160

CONSENSUS-D
ELI

7276

Z6

NDK

CONSENSUS-O
MVP5180
ANT70

CONSENSUS-A
AD_MAL

CPZGAB
CPZANT

vpr cds ->
AGHNKVGSLQYLAL.KAL...VaPtkaKPPLPSVKKLEEDRWnePQKTRGHRGsR?mNgH$
-------------- - T-R K TL-R- 192
-------------- ) N R--A--—K [ 192
-------------- K L N-S----- 192

192
192
192
192
192
192

AGHPKVGSLQYLALAL.. JAPKKIKPPLPSVRKLTEDRWNKPQKTKGh?gSHTMNGH
---------------- -R-- 192
-5 —V K 192

S Kif--- 188

N A RR 192

’?GHSQVGTLQ’)LAL 2AV..VK?2??22KPPLPSVQ?LTEDRWNK???IRDQL?S?SMNGH$
AcemenmeeoFoee Koo VKRN---o- = S— PWK-----G-H---- 192
) p— L--- R--...~-ARSR=------- [ — HLR-----K-P---- 192

AGHNKVGSLQYLAL KAL...VaPtkakPPLPSVKKLtEDRWnePQKTRGHRGSR?MNgHS$
-------------- T de-K-TR=-xme-Remrmeme-Ko-Q-Keme-H T - 192

E--R---S--F--L-A-.. ISERRH-PPL--VAK-------HQ-TKV-Q--L---- 193
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HIV1 VIF

191
191
146
186
161
191
107
193



HIV1 VIF CONSENSUS

<- pol cds
CONSENSUS-A MENRW Q. VMIVWQVDRMrIRTWNSLVKHHMYVSKKAkGWFYRHHfEsRHpkvsSEVHIPLGd ARLVV 66
CONSENSUS-B - i-g Y -te-ri i 66
CONSENSUS-D - K 2 S V7 T [ 65
CONSENSUS-O -----.-.-L----’7--QKVKA------Y K-?-?-?2?N-?----Y---N-?---2-Y--\V??..-?7?-- 54
CONSENSUS-CPZ -?27222.2.-2?—mcmmex DD D DDPDDDV D PPD D DD PDIDDIK - 34
CONSENSUS-A RTYWGLHTGErDWHLGhGVSIEquKRYSTQvDPDLADqLIHLhYFdCFSdSAIRkAILGelVRPRCEYQ 136
CONSENSUS-B t q k y N--m-h=-§mmmmv 136
CONSENSUS-D k ?----Q KR G M ------ E'? -------- h--S?----- 132
CONSENSUS-O T----- MP---’?E ---------- ?2Y-?- K--I--ET-—RM ------ T--T”--’> ------ QR-LTK-—-? 118
CONSENSUS-CPZ 76
vpr cds ->
CONSENSUS-A AGHNKVGSLQYLAL KAL.. VaPtkaKPPLPSkaLtEDRWnePQKTRGHRGSR’?mNgH$ 191
CONSENSUS-B  ---------—-—-- B 7 — S KememKmmmem [ 191
CONSENSUS-D  ---?---------- .t—- i--K-l-------R-------K----K--?--H T ---- 186
CONSENSUS-O ?--SQ--T--?2---.2-V...-K??2??------- Q?------- K???I-DQL?-?S----- 161
CONSENSUS-CPZ ?--?Q--?--2--2?-7- 222222227R277--27 7w K??R???-?EN?TR--- 107
11-A-46
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HIV1 VIF
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